. Loss of CMAH has occurred independently in a few mammalian lineages including the human lineage. The phylogenetic tree for a range of mammalian species indicates the presence or absence of CMAH as determined by genome alignments and gene loss analysis (CAFE). Loss of CMAH is highlighted in red and dating of the loss, where known, is indicated. Mya -million years ago.
. Humans, Neanderthals and Denisovans share the CMAH exon deletion. The CMAH gene locus in the chimpanzee genome was used as the reference for alignments. Sequence reads of the Neanderthal genome and the Denisovan genome were aligned to chimpanzee genome PanTro3 at the CMAH gene locus with the UCSC genome browser. For the Neanderthal genome, sequence contigs were plotted. For Denisovan sequence reads, darker shades of grey indicate higher level of sequence similarity. All hominin sequences show a similar gap in the alignments. Chr6 -chromosome 6.
Supplementary Figure 3. Similar maturation of PtCMAH cRBCs and pLVX cRBCs.
Flow cytometry plots showing expression of DARC, CD71, glycophorin A (GPA) and glycophorin C (GPC) on human RBCs and PtCMAH and pLVX cRBCs. Negative control samples were either stained with an anti-mouse IgG2a-PE antibody (isotype control) or an anti-mouse IgG-Alexa Fluor 488 antibody (secondary). Normalized to mode -normalization to the modal fluorescence value. Shown is the sequence read coverage normalized to the average genome-wide read coverage for Pk YH1 and the parental Pk H strain aligned against the P. knowlesi H reference genome. The normalized read coverage for the duplicated region is 2. The genes within the depicted region are shown above the corresponding genomic sequence. 
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